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Figure S1: Proteins selected by each of the three filter-based methods. Features were 

ranked according to increasing p-value (Fisher’s ANOVA and runs test) or decreasing weight 

(ReliefF). Features selected by a single filter are shown in red, while those selected by two or 

three filters are shown in orange and yellow, respectively. 

 

Figure S2: STRING 10.0 generated network of CM-associated proteins.  The map shows 

the evidence view of the network with a high confidence (0.7). Colored lines represent the 

types of evidence for the association (Green: neighborhood; Red: gene fusion; Blue: co-



occurrence; Grey: co-expression; Pink: experiments; Light blue: database; Yellow: text 

mining; and Purple: homology). The proteins are identified by their gene names near each 

sphere.  

 

Figure S3: STRING 10.0 generated co-expression of CM-associated proteins. The co-

expression view shows the genes that are co-expressed in the same direction. The association 

score is indicated by a square with a color scale varying from white (no or low co-expression) 

to brown (high co-expression). 
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